Alignment of CMT2 sequences from different Accessions:

_ref = reference (Columbia genotype) _altA = CMT2A-nr, _altB= CMT2B-nr

TAIR10 MLSPAKCESEEAQAPLDLHSSSRSEPECLSLVLWCPNPEEAAPSSTRELIKLPDNGEMSL 60
992 ref MLSPAKCESEEAQAPLDLHSSSRSEPECLSLVLWCPNPEEAAPSSTRELIKLPDNGEMSL 60
6918 ref MLSPAKCESEEAQAPLDLHSSSRSEPECLSLVLWCPNPEEAAPSSTRELIKLPDNGEMSL 60
6188_altA MLSPAKCESEEAQAPLDLHSSSRSEPECLSLVLWCPNPEEAAPSSTRELIKLPDNGEMSL 60
1061_altA MLSPAKCESEEAQAPLDLHSSSRSEPECLSLVLWCPNPEEAAPSSTRELIKLPDNGEMSL 60
6113_altB MLSPAKCESEEAQAPLDLHSSSRSEPECLSLVLWCPNPEEAAPSSTRELIKLPDNGEMSL 60
6191 _altB MLSPAKCESEEAQAPLDLHSSSRSEPECLSLVLWCPNPEEAAPSSTRELIKLPDNGEMSL 60

LR R R R R R R R EEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEREE SR

TAIR10 RRSTTLNCNSPEENGGEGRVSQRKSSRGKSQPLLMLTNGCQLRRSPRFRALHANFDNVCS 120
992 ref RRSTTLNCNSPEENGGEGRVSQRKSSRGKSQPLLMLTNGCQLRRSPRFRAVHANFDNVCS 120
6918 ref RRSTTLNCNSPEENGGEGRVSQRKSSRGKSQPLLMLTNGCQLRRSPRFRAVHANFDNVCS 120
6188_altA RRSTTLNCNSPEENGGEGRVSQRKSSRGKSQPLLMLTNGCQLRRSPRFRALHANFDNVCS 120
1061_altA RRSTTLNCNSPEENGGEGRVSQRKSSRGKSQPLLMLTNGCQLRRSPRFRAVHANFDNVCS 120
6113_altB RRSTTLNCNSPEENGGEGRVSQRKSSRGKSQPLLMLTNGCQLRRSPRFRAVHANFDNVCS 120
6191 _altB RRSTTLNCNSPEENGGEGRVSQRKSSRGKSQPLLMLTNGCQLRRSPRFRAVHANFDNVCS 120

Fhhkkhhhddddhhdhdrddhhrdrddddrdrddrdrdrddrdrdrddrdrbghdhbrdbrdx

TAIR10 VPVTKGGVSQRKFSRGKSQPLLTLTNGCQLRRSPRFRAVDGNFDSVCSVPVTGKFGSRKR 180
992 ref VPVTEGGVSQRNSSRGKSQPLLTLTNGCQLRRSPRSRAVDGNFDSVCSVPVTGKFGSRKR 180
6918 ref VPVTEGGVSQRNSSRGKSQPLLTLTNGCQLRRSPRFRAVDGNFDSVCSVPVTGKFGSRKR 180
6188_altA VPVTKGGVSQRKFSRGKSQPLLTLTNGCQLRRSPRFRAVDGNFDSVCSVPVTGKFGSRKR 180
1061_altA VPVTEGGVSQRNSSRGKSQPLLTLTNGCQLRRSPRFRAVDGNFDSVCSVPVTGKFGSRKR 180
6113_altB VPVTEGGVSQRNSSRGKSQPLLTLTNGCQLRRSPRFKAVDGNFDSVCSVPVTGKFGSRKR 180
6191 _altB VPVTEGGVSQRNSSRGKSQPLLTLTNGCQLRRSPRFKAVDGNFDSVCSVPVTGKFGSRKR 180

Fhkhkkghhhhhkg *hkdddhhhdrddhhrdrddddd shdddrdrddrdrdrddrbrdrdsx

TAIR10 KSNSALDKKESSDSEGLTFKDIAVIAKSLEMEIISECQYKNNVAEGRSRLODPAKRKVDS 240
992 ref KSNSALDKKESSDSEGLTFKDIAVIAKSLEMEIISECQYKNNVAEGRSKLQODPAKRKVDS 240
6918 ref KSNSALDKKESSDSEGLTFKDIAVIAKSLEMEIISECQYKNNVAEGRSRLODPAKRKVDS 240
6188_altA KSNSALDKKESSDSEGLTFKDIAVIAKSLEMEIISECQYKNNVAEGRSRLODPAKRKVDS 240
1061_alta KSNSALDKKESSDSEGLTFKDIAVIAKSLEMEIISECQYKNNVAEGRSRLODPAKRKVDS 240
6113_altB KSNSALDKKESSDSEGLTFKDIAVIAKSLEMEIISECQYKNNVAEGRSRLODPAKRKVDS 240
6191 _altB KSNSALDKKESSDSEGLTFKDIAVIAKSLEMEIISECQYKNNVAEGRSRLODPAKRKVDS 240

Fhhkkhhkhdhdddhdhdrddhdrdrddhdrdrddrdrdrddrdrdrddrbohrddhbrdrdx

TAIR10 DTLLYSSINSSKQSLGSNKRMRRSQRFMKGTENEGEENLGKSKGKGMSLASCSFRRSTRL 300
992 ref DTLLYSSINSSKQSLGSNKRMRRSQRFMKGTENEGEENLGKSKGKGMSLASCSFRRSTRL 300
6918 ref DTLLSSSINSSKQSLGSNKRMRRSQRFMKGTENEGEENLGKSKGKGMSLASCSFRRSTRL 300
6188_altA DTLSSSSINSSKQNLGSNKRMRRSQRFMKGTENEGVENLGKSKGKGMSLASCSFRRSTRL 300
1061_alta DTLSSSSINSSKQNLGSNKRMRRSQRFMKGTENEGVENLGKSKGKGMSLASCSFRRSTRL 300
6113_altB DTLLYSSINSSKQSLGSNKRMRRSQRFMKGTENEGEENLGKSKGKGMSLASCSFRRSTRL 300
6191 _altB DTLLYSSINSSKQSLGSNKRMRRSQRFMKGTENEGEENLGKSKGKGMSLASCSFRRSTRL 300

* k% Fhkhkkhhkhdk Frxhhkdkdrhrdhdrdrhdrdrdd Ixhdrddddrdrddrdrdrhrrhbrd

TAIR10 SGTVETGNTETLNRRKDCGPALCGAEQVRGTERLVQISKKDHCCEAMKKCEGDGLVSSKQ 360
992 ref SGTVETGNTETLNRRKDCGPALCGAEQVRGTERLVQISKNDHCCEAMKKCEGDGLVSSKQ 360
6918 ref SGTVETGNTETLNRRKDCGPALCGAEQVRGTERLVQISKNDHCCEAMKKCEGDGLVSSKQ 360
6188_altA SGTVETGNTETLNRRKDCGPALCGAEQVRGTERLVQISKNDHCCEAMKKCEGDGLVSSKQ 360
1061_alta SGTVETGNTETLNRRKDCGPALCGAEQVRGTERLVQISKNDHCCEAMKKCEGDGLVSSKQ 360
6113_altB SGTVETGNTETLNRRKDCGPALCGAEQVRGTERLVQISKNDHCCEAMKKCEGDGLVSSKQ 360
6191 _altB SGTVETGNTETLNRRKDCGPALCGAEQVRGTERLVQISKNDHCCEAMKKCEGDGLVSSKQ 360

Fhkhkkhhhdddddhdhdrdddhdrdrddddrdrddddrdrdrohrdrdrdbrdrddhbrdrdx

TAIR10 ELLVFPSGCIKKTVNGCRDRTLGKPRSSGLNTDDIHTSSLKISKNDTSNGLTMTTALVEQ 420
992 ref ELLVFPSGCIKKTVNGCRDRTLGKPRSSGLNTDDIHTSSLKISKNDTSNGLTMTTALVEQ 420
6918 ref ELLVFPSGCIKKTVNVCRDRTLGKPRSSGLNTDDIHTSSLKISKNDTSNGLTMTTALVEQ 420
6188_altA ELLVFPSGCIKKTVNVCRDRTLGKPRSSGLNTDDIHTSSLKISKNGTSNGLTMTTALVEQ 420
1061_altA ELLVFPSGCIKKTVNVCRDRTLGKPRSSGLNTDDIHTSSLKISKNGTSNGLTMTTALVEQ 420
6113_altB ELLVFPSGCIKKTVNGCRDRTLGKPRSSGLNTDDIHTSSLKISKNDTSNGLTMTTALVEQ 420
6191 _altB ELLVFPSGCIKKTVNGCRDRTLGKPRSSGLNTDDIHTSSLKISKNDTSNGLTMTTALVEQ 420

Fhkhkkhhkhdhdrhhdd Fxdddhdrdddhrdrddrdrdrddrbrdrd dhkddrddhbrdrdx

TAIR10 DAMESLLQGKTSACGAADKGKTREMHVNSTVIYLSDSDEPSSIEYLNGDNLTQVESGSAL 480
992 ref DAMESLLQGKTSACGAADKGKTREMHVNSTVIYLSDSDEPSSIEYLNGDNLTQVESGSAL 480
6918 ref DAMESLLQGKTSACGAADKGKTREMHVNSTVIYLSDSDEPSSIEYLNGDNLTQVESGSAL 480
6188_altA DAMESLLQGKTSACGAADKGKTREMHVNSTVIYLSDSDEPSSIEYLNGDNLTQVKSGSAL 480
1061_altA DAMESLLQGKTSACGAADKGKTREMHVNSTVIYLSDSDEPSSIEYLNGDNLTQVKSGSAL 480
6113_altB DAMESLLQGKTSACGAADKGKTREMHVNSTVIYLSDSDEPSSIEYLNGDNLTQVESGSAL 480
6191 _altB DAMESLLQGKTSACGAADKGKTREMHVNSTVIYLSDSDEPSSIEYLNGDNLTQVESGSAL 480

Fhkhkkhhhdhhdhhhdrddhdrdrdrddrdrddhhrdrddhdrdrddhdrdrdtrhordrdx
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SSGGNEGIVSLDLNNPTKSTKRKGKRVTRTAVQEQNKRSICFFIGEPLSCEEAQERWRWR
SSGGNEGIVSLDLNNPTKSTNRKGKRVTRTAVQEQNKRSICFFIGEPLSCEEAQERWRWR
SSGGNEGIVSLDLNNPTKSTKRKGKRVTRTAVQEQNKRSICFFIGEPLSCEEAQERWRWR
SSGGNEGIVSLDLNNPTKSTKRKGKRVTRTAVQEQNKRSICFFIGEPLSCEEAQERWRWR
SSGGNEGIVSLDLNNPTKSTKRKGKRVTRTAVQEQNKRSICFFIGEPLSCEEAQERWRWR
SSGGNEGIVSLDLNNPTKSTKRKGKRVTRTAVQEQNKRSICFFIGEPLSCEEAQERWRWR
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Fhhkkhhhdhhdhhhdrdddhghrhdhhrdrdddhrdrddrdrdrddrbrdrddrbrdrdsx

YELKERKSKSRGQQSEDDEDKIVANVECHYSQAKVDGHTFSLGDFAYIKGEEEETHVGQI
YELKERKSKSRGQQSEDDEDKIVANVECHYSQAKVDGHTFSLGDFAYIKGEEEETHVGQI
YELKERKSKSRGQQSEDDEDKIVANVECHYSQAKVDGHTFSLGDFAYIKGEEEETHVGQI
YELKERKSKSRGQQSEDDEDKIVANVECHYSQAKVDGHTFSLGDFAYIKGEEEETHVGQI
YELKERKSKSRGQQSEDDEDKIVANVECHYSQAKVDGHTFSLGDFAYIKGEEEETHVGQI
YELKERKSKSRGQQSEDDEDKIVANVECHYSQAKVDGHTFSLGDFA IKGEEEETHVGQI
YELKERKSKSRGQQSEDDEDKIVANVECHYSQAKVDGHTFSLGDFA IKGEEEETHVGQI
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BAH Domain ¥Y586C
VEFFKTTDGESYFRVOQWFYRATDTIMERQATNHDKRRLFYSTVMNDNPVDCLISKVTVLQ
VEFFKTTDGESYFRVOQWFYRATDTIMERQATNHDKRRLFYSTVMNDNPVDCLISKVTVLQ
VEFFKTTDGESYFRVOQWFYRATDTIMERQATNHDKRRLFYSTVMNDNPVDCLISKVTVLQ
VEFFKTTDGESYFRVOQWFYRATDTIMERQATNHDKRRLFYSTVMNDNPVDCLISKVTVLQ
VEFFKTTDGESYFRVOQWFYRATDTIMERQATNHDKRRLFYSTVMNDNPVDCLISKVTVLQ
VEFFKTTDGESYFRVOQWFYRATDTIMERQATNHDKRRLFYSTVMNDNPVDCLISKVTVLQ
VEFFKTTDGESYFRVOQWFYRATDTIMERQATNHDKRRLFYSTVMNDNPVDCLISKVTVLQ
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VSPRVGLKPNSIKSDYYFDMEYCVEYSTFQTLRNPKTSENKLECCADVVPTESTESILKK
VSPRAGLKPNSIKSDYYFDMEYCVEYSTFQTLRNPKTSENKLECWADVVPTESTESILKK
VSPRAGLKPNSIKSDYYFDMEYCVEYSTFQTLRNPKTSENKLECCADVVPTKSTESILKK
VSPRAGLKPNSIKSDYYFDMEYCVEYSTFQTLRNPKTSENKLECCADVVPTESTESILKK
VSPRAGLKPNSIKSDYYFDMEYCVEYSTFQTLRNPKTSENKLECCADVVPTESTESILKK
VSPRAGLKPNSIKSDYYFDMEYCVEYSTFQTLRNPKTSENKLECCADVVPTKSTESILKK
VSPRAGLKPNSIKSDYYFDMEYCVEYSTFQTLRNPKTSENKLECCADVVPTKSTESILKK
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KSFSGELPVLDLYSGCGGMSTGLSLGAKISGVDVVTKWAVDONTAACKSLKLNHPNTQVR
KSFSGELPVLDLYSGCGGMSTGLSLGAKISGVDVVTKWAVDONTAACKSLKLNHPNTQVR
KSFSGELPVLDLYSGCGGMSTGLSLGAKISGVDVVTKWAVDONTAACKSLKLNHPNTQVR
KSFSGELPVLDLYSGCGGMSTGLSLGAKISGVDVVTKWAVDQNKAACKSLKLNHPNTQVR
KSFSGELPVLDLYSGCGGMSTGLSLGAKISGVDVVTKWAVDQNKAACKSLKLNHPNTQVR
KSFSGELPVLDLYSGCGGMSTGLSLGAKISGVDVVTKWAVDONTAACKSLKLNHPNTQVR
KSFSGELPVLDLYSGCGGMSTGLSLGAKISGVDVVTKWAVDONTAACKSLKLNHPNTQVR

Fhhkkhhhdhhdhhhdrdddhhrdrddhdrdrddrdrdrdddddrd Fxddrdrdrrbrdrdx

NDAAGDFLQLLKEWDKLCKRYVFNNDQRTDTLRSVNSTKETSGSSSSSDDDSDSEEYEVE
NDAAGDFLQLLKEWDKLCKRYVFNNDQRTDTLRSVNSTKETSESSSSSDDDSDSEEYEVE
NDAAGDFLQLLKEWDKLCKRYVFNNDQRTDTLRSVNSTKETSESSSSSDDDSDSEEYEVE
NDAAGDFLQLLKEWDKLCKRYVFNNDQRTDTLRSVNSTKETSESSSSSDDDSDSEEYEVE
NDAAGDFLQLLKEWDKLCKRYVFNNDQRTDTLRSVNSTKETSESSSSSDDDSDSEEYEVE
NDSAGDFLQLLKEWDKLCKRYVFNNDQRTDTLRSVNSTKETSESSSSSDDDSDSEEYEVE
NDSAGDFLQLLKEWDKLCKRYVFNNDQRTDTLRSVNSTKETSESSSSSDDDSDSEEYEVE
Fhokhhhhhddhhhdrddhhrdrddhdrdrhddbrdrddddd dddddrhdrddrbrdrdsx
CHROMO Domain
KLVDICFGDHDKTGKNGLKFKVHWKGYRSDEDTWELAEELSNCQDAIREFVTSGFKSKIL
KLVDICFGDPDKTGKNGLKFKVHWKGYRSDEDTWELAEELSNCQDAIREFVTSGFKSKIL
KLVDICFGDPDKTGKNGLKFKVHWKGYRSDEDTWELAEELSNCQDAIREFVTSGFKSKIL
KLVDICFGDPDKTGKNGLKFKVHWKGYRSDEDTWELAEELSNCQDAIREFVTSGFKSKIL
KLVDICFGDPDKTGKNGLKFKVHWKGYRSDEDTWELAEELSNCQDAIREFVTSGFKSKIL
KLVDICFGDPDKTGKNGLKFKVHWKGYRSDEDTWELAEELSNCQDAIREFVTSGFKSKIL
KLVDICFGDPDKTGKNGLKFKVHWKGYRSDEDTWELAEELSNCQDAIREFVTSGFKSKIL
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C5 Methyltransferase Domain
PLPGRVGVICGGPPCQGISGYNRHRNVDSPLNDERNQQIIVFMDIVEYLKPSYVLMENVV
PLPGRVGVICGGPPCQGISGYNRHRNVDSPLNDERNQQIIVFMDIVEYLKPSYVLMENVV
PLPGRVGVICGGPPCQGISGYNRHRNVDSPLNDERNQQIIVFMDIVEYLKPSYVLMENVV
PLPGRVGVICGGPPCQGISGYNRHRNVDSPLNDERNQQIIVFMDIVEYLKPSYVLMENVV
PLPGRVGVICGGPPCQGISGYNRHRNVDSPLNDERNQQIIVFMDIVEYLKPSYVLMENVV
PLPGRVGVICGGPPCQGISGYNRHRNVDSPLNDE NQQIIVFMDIVEYLKPSYVLMENVV
PLPGRVGVICGGPPCQGISGYNRHRNVDSPLNDE NQQIIVFMDIVEYLKPSYVLMENVV
Fhhkkhhhddhdhhdhdrdddhdrdrddddrdrdddhohrddrbrdrddrbrdrdrrbrdrdsx
R934K
DILRMDKGSLGRYALSRLVNMRYQARLGIMTAGCYGLSQFRSRVFMWGAVPNKNLPPFPL
DILRMDKGSLGRYALSRLVNMRYQARLGIMTAGCYGLSQFRSRVFMWGAVPNKNLPPFPL
DILRMDKGSLGRYALSRLVNMRYQARLGIMTAGCYGLSQFRSRVFMWGAVPNKNLPPFPL
DILRMDKGSLGRYALSRLVNMRYQARLGIMTAGCYGLSQFRSRVFMWGAVPNKNLPPFPL
DILRMDKGSLGRYALSRLVNMRYQARLGIMTAGCYGLSQFRSRVFMWGAVPNKNLPPFPL
DILRMDKGSLGRYALSRLVNMRYQARLGIMTAGCYGLSQFRSRVFMWGAVPNKNLPPFPL
DILRMDKGSLGRYALSRLVNMRYQARLGIMTAGCYGLSQFRSRVFMWGAVPNKNLPPFPL
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PTHDVIVRYGLPLEFERNVVAYAEGQPRKLEKALVLKDAISDLPHVSNDEDREKLPYESL
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PTHDVIVRYGLPLEFERNVVAYAEGQPRKLEKALVLKDAISDLPHVSN EDREKLPYESL
PTHDVIVRYGLPLEFERNVVAYAEGQPRKLEKALVLKDAISDLPHVSN EDREKLPYESL
R R
D1068E
PKTDFQRYIRSTKRDLTGSAIDNCNKRTMLLHDHRPFHINEDDYARVCQIPKRKGANFRD
PKTDFQRYIRSTKRDLTGSAIDNCNKRTMLLHDHRPFHINEDDYARVCQIPKRKGANFRD
PKTDFQRYIRSTKRDLTGSAIDNCNKRTMLLHDHRPFHINEDDYARVCQIPKRKGANFRD
PKTDFQRYIRSTKRDLTGSAIDNCNKRTMLLHDHRPFHINEDDYARVRQIPKRKGANFRD
PKTDFQRYIRSTKRDLTGSAIDNCNKRTMLLHDHRPFHINEDDYARVRQIPKRKGANFRD
PKTDFQRYIRSTKRDLTGSAIDNCNKRTMLLHDHRPFHINEDDYARVCQIPKRKGANFRD
PKTDFQRYIRSTKRDLTGSAIDNCNKRTMLLHDHRPFHINEDDYARVCQIPKRKGANFRD
R R R
Cl1127R
LPGLIVRNNTVCRDPSMEPVILPSGKPLVPGYVFTFQQGKSKRPFARLWWDETVPTVLTV
LPGIIVRNNTVCRDPSMEPVILPSGKPLVPGYVFTFQQGKSKRPFARLWWDETVPTVLTV
LPGLIVRNNTVCRDPSMEPVILPSGKPLVPGYVFTFQQGKSKRPFARLWWDETVPTVLTV
LPGLIVRNNTVCRDPSMEPVILPSGKPLVPGYVFTFQQGKSKRPFARLWWDETVPTVLTV
LPGLIVRNNTVCRDPSMEPVILPSGKPLVPGYVFTFQQGKSKRPFARLWWDETVPTVLTV
LPGLIVRNNTVCRDPSMEPVILPSGKPLVPGYVFTFQQGKSKRPFARLWWDETVPTVLTV
LPGLIVRNNTVCRDPSMEPVILPSGKPLVPGYVFTFQQGKSKRPFARLWWDETVPTVLTV
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PTCHSQALLHPEQDRVLTIRESARLQGFPDYFQFCGTIKERYCQIGNAVAVSVSRALGYS
PTCHSQALLHPEQDRVLTIRESARLQGFPDYFQFCGTIKERYCQIGNAVAVSVSRALGYS
PTCHSQALLHPEQDRVLTIRESARLQGFPDYFQFCGTIKERYCQIGNAVAVSVSRALGYS
PTCHSQALLHPEQDRVLTIRESARLQGFPDYFQFCGTIKERYCQIGNAVAVSVSRALGYS
PTCHSQALLHPEQDRVLTIRESARLQGFPDYFQFCGTIKERYCQIGNAVAVSVSRALGYS
PTCHSQALLHPEQDRVLTIRESARLQGFPDYFQFCGTIKERYCQIGNAVAVSVSRALGYS
PTCHSQALLHPEQDRVLTIRESARLQGFPDYFQFCGTIKERYCQIGNAVAVSVSRALGYS
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